AMENDMENT TO THE SPECIFICATION 



Please amend the sequence listing by replace the sequence listing with the substitute 
sequence listing filed herewith. 

Please replace the paragraph beginning on page 5, line 4 with the following rewritten 
paragraph: 

(ii) A peptide referred to herein as GIN 1 6 (SEQ ID No. 2 48), which is a slightly 
modified fonm of a tandem repeat peptide of the LDLR receptor binding region 
B of apolipoproteih B, and constructed by the inventor. GIN 16 consists of a 
human apolipoprotein B (3359-336?) repeat having amino acid sequence 
LRTRKRGRKLRTRKRGRK. in which residues 3359 and 3360 are reversed, 
and the leucine residue at position 3366 is replaced with an arginine; 



Please amend Table 1, on page 8 of the specification, as follows: 



1 2 3 4 5 6 7 8 9 



R 


L 


T 


R 


K 


R 


G 


L 


K 


apoB 3359-3367 SEO ID No. 1 

Residues 1 to 9 of 
GIN 16 SEO ID No.48 

Residue 1 to 9 of 
GIN 33 SEO ID No.7 

Residues 1 to 8 of 
GIN 35 SEO ID No.3 

Residues 1 to 8 of 
GIN 36 SEO ID No.4 


L 


R 


T 


R 


iC 


R 


G 


R 


K 


W 


R 


VV 


R 


K 


R 


W 


R 


K 




R 


T 


R 


K 


R 


G 


R 


K 


R 


T 


R 


K 


R 


G 


R 


K:R 


L 


R 


K 


R 


K 


R 


L 




Residues 1 to 7 of 
GIN 37 SEO ID No.5. 
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Please replace the last paragraph on page 12 spanning to page 13 with the following 
rewritten paragraph: 

Preferred peptides according to the first aspect of the invention comprise the 
amino acid sequence: 

(a) LRTRKRGRKLRTRKRGRK (SEQ ID No.2 48). This peptide is designated GIN 
16 when referred to herein; 

(b) RTRKRGRKRTRKRGRK (SEQ ID No.3). This peptide is designated GIN 35 
when referred to herein; 

(c) RTRKRGRRTRKRGR (SEQ ID No.4). This peptide is designated GIN 36 when 
referred to herein; 

(d) LRKRKRLLRKRKRL (SEQ ID No,5). This peptide is designated GIN 37 when 
referred to herein; and 

(e) LRKRKRLRKLRKRKRLRK (SEQ ID No.6), This peptide is designated GIN 38 
when refen^ed to herein; 

(f) WRWRKRWRKWRWRKRWRK (SEQ ID No.7). This peptide is designated GIN 
33 when referred to herein. 

(g) RRWRKRWRKWRWRKRWRK (SEQ ID No,34). This peptide is designated MU 

28 when refen^ed to herein. 

(h) KRWRKRWRKWRWRKRWRK (SEQ ID No.35). This peptide Is designated MU 

29 when referred to herein. 

(i) LRWRKRWRKWRWRKRWRK (SEQ ID No.36). This peptide is designated MU 

30 when referred to herein. 

G) HRWRKRWRKWRWRKRWRK (SEQ ID No.37), This peptide is designated MU 

31 when referred to herein. 

(k) RWRKRWRKWRWRKRWRK (SEQ ID No.38). This peptide is designated MU 32 

when referred to herein. 
(1) RRWRKRWRKRRWRKRWRK (SEQ ID No.39). This peptide is designated MU 

33 when referred to herein. 

(m)KRWRKRWRKKRWRKRWRK (SEQ ID No.40). This peptide is designated MU 

34 when referred to herein. 

-3- 

DWT 14571239V1 0081599-002USO 



(n) LRWRKRWRKLRWRKRWRK (SEQ ID No.41). This peptide is designated IVIU 

35 when referred to herein. 

(o) HRWRKRWRKHRWRKRWRK (SEQ ID No.42). This peptide is designated MU 

36 when referred to herein. 

(p) RWRKRWRKRWRKRWRK (SEQ ID No.43). This peptide is designated MU 37 

when referred to herein, 
(q) RWRKRGRKRWRKRGRK (SEQ ID No.44). This peptide is designated MU 69 

when referred to herein, 
(r) RTRKRWRKRTRKRGRK (SEQ ID No.45). This peptide is designated MU 70 

when refenred to herein, 
(s) RWRKRWRKRWRKRWRK (SEQ ID No.46). This peptide is designated MU 71 

when refen^d to herein, 
(t) RWRKRWRWRKRWRWRKRW (SEQ ID No.47). This peptide is designated MU 

84 when referred to herein. 

Please replace the last paragraph on page 32 with the following rewritten paragraph: 

Figure 4 illustrates data obtained for five peptides identified as GIN 16 (SEQ ID 

No.2 48), GIN 17 (SEQ ID No.15), GIN 27 (SEQ ID No.16), GIN 28 (SEQ ID No.17). 
and GIN 30 (SEQ ID No.18). Figure 4 clearly shows that surprisingly only GIN 16 
according to the first aspect showed antiviral activity, whereas GIN 17, GIN 27, GIN 28 
and GIN 30 did not 
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Please amend Table 4, on page 32 of the specification, as follows: 



Peptide 


Sequence 


Source of peptide 


IC50 OtM) 


GIN 16 


LRTRKRGRKLRTRKRGRK 

(SEQlDNo,248) 


Human apolipoprotcin B (3359.3v»7) repeal in which 
residues 33S9 and 3360 rcvmcd, and leucine residue 
at position 3366 replaced with an arginine. 


22 


Sequences where activity low: 


GIN 22 


DWLKAFYDKVAEKLKEAF 
(SEQ ID No.20) 


Amphipathic alpha helical peptide with antiviral 
properties (derived from apolipoprotcin Al by 
Ananatharamiash supra and tested against HIV by 
Srinivas supra (also known as peptide ISA) 


36 


GIN 29 


HMLDVMQDHFSRASSIIDEL 
(SEQIDNo.21) 


Amphipathic alpha helical region of human 
apolipoprotcin J (apoJ 171-190) 


38.5 


GIN 13 


RDADDLQKR RDADDLQKR 
(SEQ. ID No^2) 


Tandem repeat peptide derived from one section of 
primary human apoE heparin binding region (apoE 


>40 


GIN 14 


. GERLRARMEGERLRARME 
(SEQ IDNo.19) 


Tandem repeat derived from second human apoE 
heparin binding region 1. 2 i9)rcMst 


>40 


GIN IS 


RLRARMEEMRLRARMEEM 
(SEQ ID No.23) 


Tandem repeat derived from second human apoE 
heparin binding region, 2 is.22iirc«« 


>40 


Sequences where activity not detectfble 


apoE 14M49 


LRKLRKRLL 
(SEQ ID No.24) 


Human apoE LDLR/ heparin binding region. 


NA 


GIN 17 


RALVDTLKFVTQAEGAK 
(SEQ ID Na 15) 


Human apoB heparin binding region. 


NA 


GIN 18 


PYLDDFQKJCWQEEMELYRQKVE 
(SEOIDNo.25) 


Human apoAl helical domain 4 


NA 


GIN 19 


PLGEEMRDRARAHVDALRTHLA 
{SEOIDNo.26) 


Huiiian apoAt helical domain 6 


NA 


GIN 20 


PYSDELRQRLAARLEAIXENGG 
(SEO ID No.27) 


Human apoAl helical domain 7 


NA 


GIN 21 


ARLAEYHAICATEHLSTLSEKAK 
(SEQIDNo.28) 


Human apoAl helical domain 8 


NA 


GIN 23 


PVLDEFREKLNEELEALKQICMK 
(SEQlDNo.29) 


Consensus domain from human apoAl 
(Ananatharamiah supra) 


NA 


GIN 24 


VTDYGKDLM EKVKSPELQ 
(SEQ ID No.30) 


Human apolipoprotcin All amphipaihic alpha helical 
region (residues 1 8-35) 


NA 


GIN 25 


VTDYGKDLM EKVKEWLNS 
(SEQIDNoJl) 


Human apolipoprotein All amphipathic alpha helical 
region (residues 1 8-35) + modification by Bucko et 
al., !nt J Pept Protein Res. 1 996; 48:2 1 -30 


NA 


GIN 26 


NFHAMFQPFLEMIH£A(}Q 
(SEQIDNo.32) 


Human apolipoprotcin J amphipathic helix 3 (Bailey 

el aL supra) 


NA 


GIN 27 


CKNKEKKCCKNICEICKC 
(SEQ ID No' 16) 


Human apolipoprotein H heparin binding region 
(tandem repeat) ApoHr28i.288*r«»d. 


NA 


GIN28 


LRKEKXRLLLRKEKKRLL 
(SEQ ID No. 17) 


Modification of GIN 27 

* * * • ^ • 


NA 


GIN 30 


LQVAERLTRKYNELLKSYQ 

(SEQIDNo.18) 


Human apolipoprotein J amphipathic Helix 4 (Bailey 

et al. 2001) 


NA 


GIN 31 


KFM ETV AEKALQE YRK 
(SEO ID No.33) 


Human apolipoprotcin J amphipathic helix 5 (Bailey 

e/ti/.2001) 


NA 
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